The title compound, C 13 H 30 N + ÁBr À (systematic name: N,N,N-trimethyl-1decanaminium bromide), forms crystals having a bilayer structure, comprised of layers of trimethylammonium cations and bromide anions separated by the inter-digitated n-decyl groups of the cation; close ammonium-methyl-C-HÁ Á ÁBr contacts connect the ions. The n-decyl chain adopts a slightly distorted all-trans conformation. The n-decyl chain exhibits positional disorder with all atoms at half occupancy. The sample was a racemic twin.
Structure description
One component of the statistically disordered n-decyl chain in the cation along with the bromide counter-ion are shown in Fig. 1 . The cation comprises an n-decyl chain bound to a trimethyl ammonium group at one end (cation). The bromide counter-ion is in close proximity to the cation. The ionic aggregate spans much of the c axis of the unit cell. In the crystal, Fig. 2 , a bilayer structure comprised of layers of trimethylamino groups packed closely with bromide anions separated by the interdigitated 'all-trans' n-decyl chains of the cations; the maximum deviation from the ideal 180 torsion angle is À162 (2) for C7-C8-C9-C10. Close ammonium-methyl-C-HÁ Á ÁBr links connect the ions, Table 1 . The packing motif is similar to those of longer n-alkyltetramethylammonium bromides summarized in Alonso et al. (2009) .
Synthesis and crystallization
The sample (>99% purity) was obtained from TCI, and needle-shaped colourless crystals were grown by slow evaporation of its ethyl acetate solution.
data reports Refinement Crystal data, data collection and structure refinement details are summarized in Table 2 . Positional disorder in the n-decyl chain was resolved over two positions of equal occupancy. Further, an inversion matrix was used to address racemic twinning; the major fraction = 0.57 (4). Table 1 Hydrogen-bond geometry (Å , ). 
Figure 2
Schematic packing diagram showing one orientation of the statistically disordered n-decyl chains only. The alternating hydrophobic and hydrophilic regions of the structure are clearly evident.
Figure 1
The asymmetric unit of the title salt, [C 13 H 30 N]Br, showing one conformation of the statistically disordered n-decyl chain. The displacement ellipsoids are drawn at the 50% probability level.
data-1
IUCrData ( Special details Experimental. The data collection nominally covered a full sphere of reciprocal space by a combination of 4 sets of ω scans each set at different φ and/or 2θ angles and each scan (30 s exposure) covering -0.300° degrees in ω. The crystal to detector distance was 5.82 cm. Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. The H atoms were placed geometrically and allowed to ride on their parent C atoms during refinement, with C-H distances of 0.97 Å (methylene) and 0.96 Å (methyl), and with U iso (H) = 1.2U eq (methylene-C) or 1.5U eq (methyl-C). 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )

